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Comparision of DNA sequences with protein sequences, Genomics 46: 24-36 



>_ HopPtoA 48 6 aa vs. 

>_ HopPtoA2 487 aa 

scoring matrix: , gap penalties: -12/-2 

78.2% identity; Global alignment score: 2384 

10 20 30 40 50 60 

84 0141 MHINRRVQQPPVTATDSFRTASDASLASSSVRSVSSDQQREINAIADYLTDHVFAAHKLP 



_ MHINQSAQQPPGVAMESFRTASDASLASSSVRSVSTTSCRDLQAITDYLKHHVFAAHRFS 

10 20 30 40 50 60 

70 80 90 100 110 120 

84 0141 PADSADGQAAVDVHNAQITALIETRASRLHFEGETPATIADTFAKAEKLDRLATTTSGAL 

* * * * * * • ■* «■*» *■ ********* ******* ****** * * 

_ VIGSPDERDAALAHNEQIDALVETRANRLYSEGETPATIAETFAKAEKFDRLATTASSAF 

70 80 90 100 110 120 

130 140 150 160 170 180 

840141 RATPFAMASLLQYMQPAINKGDWLPAPLKPLTPLISGALSGAMDQVGTKMMDRATGDLHY 



ENTPFAAASVLQYMQPAINKGDWLATPLKPLTPLISGALSGAMDQVGTKMMDRARGDLHY 
130 140 150 160 170 180 

190 200 210 220 230 240 

840141 LSASPDRLH DAMAAS VKRH S P S LARQVLDT GVAVQT Y S ARNAVRT VLAPALAS RPAVQGA 

_ LSTSPDKLHDAMAVS VKRH SPALGRQWDMG I AVQTFSALNWRT VLAPALAS RPSVQGA 

190 200 210 220 230 240 

250 260 270 280 290 300 

84 0141 VDLGVSMAGGLAANAGFGNRLLSVQSRDHQRGGALVLGLKDKEPKAQLSEENDWLEAYKA 



VDFGVSTAGGLVANAGFGDRMLSVQSRDQLRGGAFVLGMKDKEPKAALSEETDWLDAYKA 
250 260 270 280 290 300 

310 320 330 340 350 360 

84 0141 IKSASYSGAALNAGKRMAGLPLDMATDAMGAVRSLVSASSLTQNGLALAGGFAGVGKLQE 



_ IKSASYSGAALNAGKRMAGLPLDVATDGLKAVRSLVSATSLTKNGLALAGGYAGVSKLQK 

310 320 330 340 350 360 

370 380 390 400 410 420 

840141 MATKNITDPATKAAVSQLTNLAGSAAVFAGWTTAALTTDPAVKKAESFIQDTVKSTASST 
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MATKNITDSATKAAVSQLSNLVGSVGVFAGWTTAGLATDPAVKKAESFIQDKVKSTASST 
370 380 390 400 410 420 

430 440 450 460 470 

84 0141 TGYVADQTVKLAKTVKDMGGEAITHTGASLRNTVNNLRQRPAREADIEEGGTAA-SPSEI 



TSYVADQTVKLAKTVKDMSGEAISSTGASLRSTVNNLRHRSAPEADIEEGGISAFSRSET 
430 440 450 460 470 480 

480 

84 0141 PFRPMRS 
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Elapsed time: 0:00:00 
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